Hepatitis B virus (HBV) has been classified into ten genotypes (A--J), some of which are divided into subgenotypes. Genotype D (HBV/D) has a worldwide distribution, and ten subgenotypes (D1--D10) have been described so far. Brazil has received different migratory flows over time. The evolutionary history of HBV/D in Brazil is not well understood and few HBV/D complete genome sequences are available. The aim of this study was (1) to examine the distribution of HBV/D subgenotypes in Brazil, (2) to determine the full-length genomic sequences of HBV/D isolates from different regions, and (3) to investigate the origin and spread of HBV/D subgenotypes in the country. All Brazilian HBV/D sequences with known subgenotype (*n* = 215) were retrieved from GenBank. HBV/D3 was the most prevalent (56 per cent) subgenotype, followed by HBV/D4 (25 per cent), HBV/D2 (17 per cent), and HBV/D1 (2 per cent). Although HBV/D was circulating countrywide, most (57 per cent) isolates were from the South region, which was the only region where all four subgenotypes were found. In addition, forty-five new full-length sequences (one D1, eleven D2, thirty-two D3 and one D4) were determined. To investigate the origin and spread of HBV/D in Brazil, we compiled different datasets of complete genomes for HBV/D1--D4, using Brazilian and worldwide sequences. Phylogeographic analysis, performed using BEAST v.1.8.2, indicated that the most probable origins of HBV/D1 and HBV/D2 were Syria and Eastern Europe, respectively, with times of the most recent common ancestor (tMRCA) in the early nineteenth century for HBV/D1 and the second half of the twentieth for HBV/D2, corroborating historical data on migrations to Brazil. Martinique was found to be the origin of Brazilian HBV/D4, probably reflecting the population of African slaves brought to the Americas. However, the methodology used was not able to determine from where and when HBV/D3 was introduced in Brazil, possibly due to different introduction routes.
